Figure S2. Sequence alignments of promoter regions of acquisition category II pairs. Note that, unlike
Figure S1, cDNA sequences are shown for the source genes, in other words, intronic sequences are not
shown. Each transcription start site is written in red, and protein-coding sequences are indicated by
boxes. Splice junctions are indicated by triangles. (A) CTBP2 and MGC70870. The first five exons are
shown for the CTBP2 gene. A cluster of transcription start sites is located in the first intron, according
with the fact that the second exon is well aligned with upstream region of the MGC70870 gene. Part of
the 5 UTR of the source gene might have become a promoter of the retrotransposed gene. (B)
WDR2I1A and WDR21B. (C) WDR21A4 and WDR21C. The frequency of each transcription start site are

available in graphical format at the DBTSS Website.
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